The effects of ordered-series-of-motifs anchoring and sub-class modeling on the generation of HMMs representing highly divergent protein sequences.
Hidden Markov Models (HMMs) provide a flexible method for representing protein sequence data. Highly divergent data require a more complex approach to HMM generation than previously demonstrated. We describe a strategy of motif anchoring and sub-class modeling that aids in the construction of more informative HMMs as determined by a new algorithm called a stability measure.